Background/Aims: Liver cancer has the second highest cancer-related death rate globally and has relatively few targeted therapeutics. Polo-like kinase 1 (PLK1) is a fascinating trigger of value and potential functions of PLK1 in hepatocellular carcinoma (HCC). Methods: HCCvalue in HCC patients were assessed. The standardized mean difference, summary receiver operating characteristic curve and the corresponding area under the curve, hazard ratios, Additionally, several bioinformatics methods were used to identify the potential function of PLK1 in HCC. Results:
Introduction
Liver cancer, of which hepatocellular carcinoma (HCC) is the predominant form, is the second leading cause of death related to cancer globally, being outranked by only lung cancer [1, 2] . In 2017, the numbers of newly diagnosed cases of and deaths from HCC in the United States are assumed to reach 40, 710 and 28, 920, respectively [3] . Despite the rapid pace of remains at approximately 14% [4] . Hepatocarcinogenesis is considered a complex and involved in the initiation of HCC remain only partially understood [5, 6] . Furthermore, pivotal in number, which leads to a paucity of potentially therapeutic interventions [7, 8] . In light of these considerations, identifying biomarkers that can reliably estimate the carcinogenesis and deterioration of HCC has tremendous value in addressing these present challenges. mitotic entry, the G2/M checkpoint, spindle assembly, chromosome segregation, cytokinesis, overexpression vigorously promotes the carcinogenesis and progression of HCC, this phenomenon remains obscure. Interestingly, recent studies have proposed several novel host factor for hepatitis B virus and that it positively regulated hepatitis B virus replication we believe that clarifying its clinical value and identifying its underlying molecular of rich and varied clinical data sources with in silico analysis, we have facilitated a better deeper understanding of its biological roles. [20, 29, 35, 36, 42, 43, 51, 54, 55, acteristics of these studies line suppl. material) in the was also performed. As presented in Fig. 8F , rameters that were profoundly related to the prognosis of HCC patients in the multivariate that were selected with a combined score to the cell cycle, base excision repair and oocyte meiosis (Fig. 15) . We noted that among these pathways, the cell cycle had the the development and progression of HCC pathways. Additionally, 18 genes were determined as being the core interaction operative genes was plotted (Fig. 17) , in which the density of the color in each block represents the median expression value of a gene. Furthermore, the correlations the prognostic value of the expression of the median point of the PI score (Fig. 19) . We also assessed the expression levels of were noted as having remarkably higher suggested that a higher PI was evidently related to a poor prognosis and shorter 
Materials and Methods

TCGA dataset
Regulatory network
tory network is a compli cated biological system. miRNAs reduce the expres sion of downstream tar gets by binding to the 3' could provide a deeper un derstanding of the biologi cal mechanisms in which 12 online predictive tools mentioned above, a total of 119 miRNAs appeared on miRNAs were screened, and 17 validated genes were obtained from miRWalk. Finally, a total of 136 po that could regulate and con status As shown in Fig. 22A , of 440 cases with HCC, a was detected in 27 cases as provided by the online data base cBioportal. Four types tion was observed. We also examined the relationships between DNA methylation of the els were negatively correlated with the methylation level of a CpG locus in HCC patients (Fig.   Fig. 13 . ed us with a clue that epi mRNA expression might be a key factor related to analysis revealed that cases survival (13.63 vs. 20.99 there was no statistically ably due to the limited num ber of cases involved.
Discussion
Here, we deeply mined datasets to enhance our un derstanding of the mecha nism by which the upregu tumorigenesis of HCC and deterioration of HCC pa distinct data sources and bioinformatics tools in the current study has facilitated integrated the cell cycle in HCC, and this could provide a superior prognostic predictive biomarker and suggests that it could be a more general oncogene (Fig. 2) . Another distinctive feature of the factor in patients with HCC. analysis, 18 genes (CCNF, GINS1) in the front rank gene set of genomic insta eral genes have also been reported to be involved in the onset and progression vival analysis revealed that the gene set was strongly correlated with a shorter a useful conceptual frame 
